GGAAGCAGTCTAAATTCTTCGTGAAATAG-3Ј) and 9-B (5Ј-CGGGATCCCGGGGCCAGTTGGTGATTTGA-3Ј) were used for amplification of a ca. 1,101-bp product containing the whole CTX-M-9 group ORF. Bacterial DNA was prepared by suspension of one or two fresh colonies in 50 l of sterile distilled water and heating at 95°C for 10 min. PCR amplification was carried out under the following conditions: 94°C for 6 min for predenaturing, followed by 30 cycles of 94°C for 1 min, 60°C for 1 min, and 72°C for 1 min, with a final extension at 72°C for 15 min. All of the nucleotide sequences were determined by bidirectional sequencing of PCR production with an ABI Prism 377-96 automatic DNA sequencer. The results of DNA sequencing with the whole ORF primer indicated that production of the CTX-M-9 group was almost identical to that of CTX-M-14. One to three point mutations occurred in eight isolates, resulting in the amino acid substitutions shown in Table 1 . These isolates were designated CTX-M-42, CTX-M-43, CTX-M-44, CTX-M-45, and CTX-M-46.
Bla CTX-M-14 was first submitted to GenBank by A. Chanawong from China in 2000 (AF252622) and was described by L. Ma in 2002. In similarity to CTX-M-9, it was characterized as exhibiting a preference for cefotaxime rather than ceftazidime and had an identical pI (8.0). But only a single amino acid displacement has happened at position 231 (Ala3Val) (4, 7). To our knowledge, amino acid residues Asn104, Asn132, Gly232, Ser237, Asp240, Arg276, and Phe160 are thought to play a role in catalytic properties in the CTX-M enzyme (3, 9) . In our study, the replacements of Lys31Asn, Gly46Arg, and Ala51Pro were not at the important positions which relation to hydrolysis as determined on the basis of those previously described, so we think of them as neutrality mutations (1). But further study should be undertaken to interpret why they happened, and more epidemiology experiments need to be performed to reveal the relationship between these strains. 
